As part of a culturomics study aiming to isolate all bacteria species colonizing the human gut [@bib1], we isolated in pure culture a bacterial strain for which matrix-assisted laser desorption/ionization time-of-flight mass spectrometry identification had failed (<http://www.mediterranee-infection.com/article.php?laref=256&titre=urms-database>) on a MicroFlex spectrometer (Bruker Daltonics, Leipzig, Germany) [@bib2]. This strain was isolated from a sample taken *via* right colon lavage in a 63-year-old French man with severe anaemia with melaena who had undergone exploration by colonoscopy. The patient's clinical history was remarkable for a sleeve gastrectomy performed 4 years before this hospitalization. The patient provided written informed consent; agreement of the National Ethics Committee of the IFR48 (Marseille, France) for this study was obtained under number 09-022.

The strain Marseille-P326 (CSUR-P326) was isolated after 3 days' incubation of the specimen at 37°C on 5% sheep's blood--Columbia agar medium (bioMérieux, Marcy l'Etoile, France) in an anaerobic atmosphere generated using the GENbag anaer system (bioMérieux), subcultured in pure culture of Marseille-P326 strain for 24 hours at 37°C under anaerobic condition, but no growth was recorded in microaerophilic or aerobic conditions. Strain Marseille-P326 colonies observed on 5% sheep's blood--Columbia agar medium were translucent, pale grey and 0.5 to 1 mm in diameter. Bacterial cells were Gram positive, elongated and bacillus shaped, and they ranged in length from 1.5 to 6 μm. Strain Marseille-P326 was catalase and oxidase negative.

The 16S rRNA gene was sequenced using fD1-rP2 primers as previously described [@bib3] using a 3130-XL sequencer (Applied Biosciences, Saint Aubin, France). Strain Marseille-P326 exhibited a 98.5% sequence similarity with *Romboutsia ilealis* (GenBank accession no. NR_125597.1), the phylogenetically closest validated species ([Fig. 1](#fig1){ref-type="fig"}). Consequently, we propose to classify the Marseille-P326 strain as a member of a new species within the genus *Romboutsia* in the Firmicutes phylum (<http://www.bacterio.net/index.html>).

The genus *Romboutsia* was created in 2014 by Jacoline Gerritsen *et al.* after the first isolation of *Romboutsia ilealis* from an ileal digesta sample obtained from a healthy Sprague Dawley rat [@bib4], and it currently includes three species, including *R. lituseburensis* (previously *Clostridium litusburensis*) and *R. sedimentorum* (<http://www.bacterio.net/index.html>). In contrast with the other species belonging to this genus, *R. timonensis* strain Marseille-P326 is the only one isolated from human samples; the others were isolated from rat gut (*R. ilealis*), mud (*R. lituseburensis*) and alkaline saline lake sediment (*R. sedimentorum*) [@bib4], [@bib5]. All species belonging to this genus are obligate anaerobes.

On the basis of the 16S rRNA sequence divergence of the Marseille-P326 strain (1.5%) with the phylogenetically closest species [@bib6], we propose the creation of the new species *Romboutsia timonensis* sp. nov. (*timonensis* from Hopital de La Timone, Marseille, France, where the strain was first isolated), for which the strain Marseille-P326^T^ is the type strain.

The description of new anaerobic gut microbes is critical to deciphering the link between gut microbiota and health because such microbes are involved in gut homeostasis and are suspected to be lost in malnutrition [@bib7].
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The 16S rRNA gene sequence was deposited in GenBank under accession number LN998074.
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Strain Marseille-P326 was deposited in the Collection de Souches de l'Unité des Rickettsies under accession number WDCM 875.
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